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Tamdy Virus in Ixodid Ticks Infesting
Bactrian Camels, Xinjiang, China, 2018

Appendix

Appendix Table. Oligonucleotides used to amplify the TAMV XJO1 strain genome*

Primers (nucleotide positions)*

Sequence, 5' >3’

Product length, bp

Forward FL1 (1-23)
Reverse RL1 (1197-1216)
Forward FL2 (1110-1132)
Reverse RL2 (2287-2308)
Forward FL3 (2184-2204)
Reverse RL3 (3353-3373)
Forward FL4 (3278-3298)
Reverse RL4 (4557-4579)
Forward FL5 (4509-4530)
Reverse RL6 (6825-6846)
Forward FL7 (6712-6731)
Reverse RL7 (8027-8050)
Forward FL8 (7926—7945)
Reverse RL8 (9135-9154)
Forward FL9 (9096-9116)
Reverse RL10 (12196-12215)
Forward FM1 (1-22)
Reverse RM1 (1001-1022)
Forward FM2 (940-959)
Reverse RM2 (1994-2013)
Forward FM3 (1883-2004)
Reverse RM3 (3279-3302)
Forward FM4 (3175-3195)
Reverse RM4 (4544—-4565)
Forward FS1 (1-24)
Reverse RS1 (1052-1072)
Forward FS2 (950-972)
Reverse RS2 (1885-2005)

CACACCCAAAATACATAGAACCA
CGTCACGGACAGCTCCCAAA
TATTCACACACTTGCTACTCTCG
GCTTATATGCACTGGAAGAATC
TAAGCCCGATTTCTTGATAGC
CACTTCGTTTTGAGACCATGT
TCCTTGCATCCCAGATACAGC
TTCCTGATTGTTTACAGAAGTCG
AATAGGAATAAACAACGGTCAC
ACCTTCTGTCCTACCAGTCAAC
GCACTGAGCACCACAAGAGC
CACTATTATACATGGCTTGCTGAG
CCACCGTGTAACACCTGCTGTC
CGAGTGACCGGCCTGTGCTG
TGATCGATGGAATAGTAAGCA
CACACCCAAATACCATAAACAC
CACACCAAGCATTATAAACCAA
AGCTCAATGGTTAACAGCTCT
AAAGTCTGCAGCATAAGGGA
AACAACCAGGCCTAGCATCC
CAAAGCTGTCGGAGGATGAAGA
TCTGTGTGGAAGTACCAGTTCACC
TACTATACCTGCCATCCTGGG
CACACCAAGAAATCTTATCCAC
CACACCCAAACTTTACACTTTAGG
TCAACTTCCTTGGGCAATCCT
CCTTGTTCTAGCTCTCAATGACC
CACACCCAAAGCAAATTGCTC

1,216

1,199

1,190

1,302

2,338

1,339

1,229

3,120

1,022

1,074

1,420

1,391

1,072

1,056

Values in parentheses indicate positions of the primer corresponding to the large, medium, small fragment of our Tamdy virus.
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T Nairobi sheep disease virus AED88227.1
Nairobi sheep disease virus ACH99798.1
89 Nairobi sheep disease virus AED88228.1
100 Tofla virus BAU51654.1
95 Tofla virus BAU21074.1
Crimean-Congo hemorrhagic fever orthonairovirus AVO00706.1
FE Crimean-Congo hemorrhagic fever orthonairovirus ARB51458.1

100 100

Crimean-Congo hemorrhagic fever orthonairovirus ABB30028.1
L Crimean-Congo hemorrhagic fever orthonairovirus ARB51452.1
100 r Erve virus AMT75396.1
10 L Erve virus AFH89033.1
100 Paramushir virus AKC89338.1
100 r[ Paramushir virus AZB49554.1
03 L— Paramushir virus AZB51129.1
100 - Artashat orthonairovirus AKC89359.1
Artashat orthonairovirus AKC89356.1
Artashat orthonairovirus AKC89353.1
100 Raza virus AMT75417.1
Punta Salinas virus AMT75411.1
Caspiy virus AKC89347.1
100 | Hughes orthonairovirus AKC89317.1

100 Dera Ghazi Khan orthonairovirus AMT75390.1
_|1°° |: Vinegar Hill virus AUD40047.1
ol Saphire Il virus AMT75423.1

Burana virus AKC89350.1

100 i 100, Tacheng Tick Virus 1 YP_009304987.1
Tacheng Tick Virus 1 AJG39287.1

80 Pacific coast tick nairovirus ARF07703.1
Tamdy virus AKC89323.1

199 100 Tamdy virus AKC89329.1

* XJO1/TAMV/China/2018

Tamdy virus AKC89326.1

- 100 Qalyub orthonairovirus AKC89320.1
ﬂlﬁ Bandia virus AMT75384.1
Chim orthonairovirus AKC89344.1
190 Gossas virus ALD83625.1
Ldasokero virus ALD84350.1
Yogue virus ALD84359.1

0.2

100

100
100

Appendix Figure 1. Phylogenetic analysis of the glycoprotein precursor sequences of TAMV and
representative viruses in the family Nairoviridae. The Chinese TAMV strain in the present study is

highlighted with a black star.
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oo Dugbe orthonairovirus NP_690574.1
100 Dugbe orthonairovirus AAL73396.1
765 Dugbe orthonairovirus AAA42975.1
Kupe virus ABY82500.1

100 Crimean-Congo hemorrhagic fever orthonairovirus ANF05489.1
Crimean-Congo hemorrhagic fever orthonairovirus AAA42888.1
100 _r Erve virus AFH89034.1
Erve virus AMT75397.1
o2 L—— Thiafora orthonairovirus ALD84357.1
100, Sakhalin orthonairovirus AMT75421.1
Sakhalin orthonairovirus AKC89336.1
100 100 L Clo Mor virus AMT75388.1
100 ¢ Paramushir virus AZB49555.1
Paramushir virus AKC89339.1

87

100

100 r Artashat orthonairovirus AKC89354.1
44 ! Artashat orthonairovirus AKC89360.1
100 3 Nayun tick nairovirus AJM13633.1
60 1 Nayun tick nairovirus AJM13634.1
o5 Leopards Hill virus BAP90973.1
100 Leopards Hill virus BAP90970.1

Kasokero virus ALD84351.1

5 Yogue virus ALD84360.1

99 i'— Bandia virus AMT75385.1
i Chim orthonairovirus AKC89345.1
1—00: Gossas virus ALD83624.1
Keterrah virus ALD84354.1
400 Soldado virus AMT75427.1
_|__|So|dado virus AKC89333.1
100 Caspiy virus AKC89348.1
355 Hughes orthonairovirus AKC89318.1
100 Raza virus AMT75418.1

Punta Salinas virus AMT75412.1

o 100 Dera Ghazi Khan orthonairovirus AMT75391.1
_'__|:Vinegar Hill virus AUD40048.1
Saphire Il virus AMT75424.1

Tamdy virus AKC89324.1
Tamdy virus AKC89330.1

10 % XJO1/TAMV/China/2018
100 Tamdy virus AKC89327.1
5 60 Burana virus AKC89351.1
_b Pacific coast tick nairovirus ARF07705.1
Tacheng Tick Virus 1 AJG39315.1

0.2

Appendix Figure 2. Phylogenetic analysis of the nucleocapsid protein sequences of TAMV and
representative viruses in the family Nairoviridae. The Chinese TAMV strain in the present study is

highlighted with a black star.
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